SCORE Search Results Details for Application 10784089 and Search Result us- 10-784-0... Page 1 of 1 



Database 



N_Geneseq_8 : * 



1: genes eqnl 98 0s : * 

2: geneseqnl990s : * 

3 : geneseqn2 00 0s : * 

4: geneseqn2 OOlas : * 

5 : geneseqn2 001bs: * 

6 : geneseqn2 00 2as: * 

7 : genes eqn2 00 2bs: * 

8: geneseqn2003as : * 

9: geneseqn2003bs : * 
10 : geneseqn2 0 03cs : * 
11 : geneseqn2 0 03ds : * 
12: geneseqn2004as : * 
13: geneseqn2004bs : * 
14: geneseqn2005s : * 
15 : geneseqn20 06s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



% 

Query 

Score Match Length DB ID 



Description 



1 

2 
3 
4 
5 
6 
7 
8 
9 
10 



2161. 4 
1540 . 4 
1412. 6 



3684. 6 
3345. 2 
2838.4 
2838. 4 



2358 



4635 
4 63 5 



100 
100 
79 
72 
61 
61 
50 
46 
33 
30 



0 
0 
5 
2 
2 
2 
9 
6 
2 
5 



4635 
4635 
4237 
4 941 
6551 
6551 
5365 
2243 
6946 
1833 



6 

13 
6 
6 
6 

12 
13 
6 

10 
13 



AAD39663 

ADQ8 90 85 
ABA96005 
ABV7213 2 
ABK12390 
ADK7 03 41 
ABD3 3214 
ABA94696 
ADL15056 
ABD3 3216 



Aad3 96 63 Human pho 
Adq8 90 85 Human uro 

Aba 96 00 5 Human lip . 

Abv7213 2 Nucleotid 

Abkl2 39 0 cDNA enco 
Adk70341 Respirato 
Abd33214 Murine ca 

Aba 94 69 6 Human lip 
Adll50 56 Human mal 
Abd33216 Human c 
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Database : GenEmbl:* 



1 




gb env : 


* 


2 




qb pat: 


* 


3 




qb ph : * 




4 




qb pi * * 




5 




qb pr : * 




6 




qb ro : * 




7 




gb st s : 


★ 


8 




qb SV : * 




9 




gb_un : * 




10 


gb_v i : 


* 


11 


gb_ov: 


* 


12 


gb_htg 


: * 


13 


gb_i n : 


★ 


14 


gb_om: 


★ 


15 


gb_ba : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match Length DB 


ID 


Description 


1 


4635 


100 


. 0 


4635 


2 


AR658532 


AR658532 


Sequence 


2 


3922 


84 


.6 


6453 


5 


AK122589 


AK122589 


Homo sapi 


3 


3684 . 6 


79 


.5 


4237 


2 


AX304472 


AX3 04472 


Sequence 


4 


3624 


78 


.2 


3624 


2 


AR658533 


AR658533 


Sequence 


5 


3345. 2 


72 


.2 


4 94 1 


2 


AX512952 


AX512952 


Sequence 


6 


3339.2 


72 


. 0 


5450 


5 


AB007919 


AB007919 


Homo sapi 


7 


2838 . 8 


61 


.2 


4837 


5 


DQ176850 


DQ176850 


Homo sapi 


8 


2838.4 


61 


.2 


6551 


2 


AX392826 


AX3 92 82 6 


Sequence 


9 


2573 . 2 


55 


. 5 


3497 


6 


AY966876 


AY966876 


Mus muscu 


10 


2527 . 4 


54 


.5 


4411 


5 


AK074 14 9 


AK0 7414 9 


Homo sapi 


11 


2501. 8 


54 


.0 


5333 


6 


AK129147 


AK129147 


Mus muscu 


12 


2297 


49 


.6 


4001 


5 


BC043358 


BC043358 


Homo sapi 
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Database 



Issued Patents NA: * 



1 ; /EMC_Celerra_SIDS3 /ptodata/2 /ina/l_COMB. seq: * 

2 : /EMC_Celerra_SIDS3 /ptodata/2 /ina/5_COMB. seq: * 

3 : /EMC_Celerra_SIDS3 /ptodata/2 /ina/6A_COMB . seq : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/ina/6B_COMB . seq : * 

5 : /EMC_Celerra_SIDS3 /ptodata/2 /ina/7_COMB. seq: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/ina/H_COMB. seq: * 

7 : /EMC__Celerra_SIDS3/ptodata/2/ina/PCTUS_COMB. seq: * 

8 : /EMC_Celerra_SIDS3 /ptodata/2 /ina/PP_COMB . seq : * 

9 : /EMC_Celerra_SIDS3 /ptodata/2 /ina/RE_COMB . seq : * 

10 : /EMC_Celerra_SIDS3/ptodata/2/ina/backf ilesl . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 




Score Match Length DB ID 



Description 



1 
2 
3 
4 
5 
6 
7 
8 
9 
10 
11 



4635 
3624 
308. 6 
301. 8 
301.8 
289. 8 
286. 6 
278. 8 
276. 2 
276. 2 
212. 8 



100. 0 



78 .2 
6.7 
6.5 
6.5 
6.3 
6.2 
6.0 
6 .0 
6 . 0 
4 .6 



4635 
3624 
2289 
2211 
3425 
2627 
2752 
2627 
2462 
2540 
2958 



3 
3 
3 
3 
3 
4 
3 
3 
3 
3 
3 



US 
US 

us 
us 
us 
us 
us 
us 
us 
us 
us 



09 
09 
10 
09 
09 
09 
10 
09 
10 
10 
09 



927 -112 
927-112 
258 -860 
800-971 
800 -971 
880-107 
104 -047 
949 -016 
258-860 
258 -860 
688 -078 



1 
3 
1 
3 
1 



5 
3 
5 



3293 

135 

5110 



Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 



1 , Appl i 
3, Appli 
1 , Appl i 
3, Appli 
1, Appli 
3293, Ap 
135, App 
5110, Ap 
5, Appli 
3, Appli 
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Database : Published_Applicat ions_NA_Main: * 

1 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US07_PUBCOMB . seq : * 

2 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US08_PUBCOMB .seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09B_PUBCOMB. seq: * 

5 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US09C_PUBCOMB. seq:* 

6 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US10A_PUBCOMB. seq:* 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10B_PUBCOMB. seq: * 

8 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US10C_PUBCOMB . seq : * 

9 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 
10 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10E_PUBCOMB .seq: * 
11 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10F_PUBCOMB .seq: * 
12 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10G_PUBCOMB .seq: * 
13 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllA_PUBCOMB .seq: * 
14 : /EMC_CelerrajSIDS3/ptodata/2/pubpna/USllB_PUBCOMB .seq: * 
15 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllC_PUBCOMB .seq: * 
1 6 : /EMC_Cel er ra_S IDS 3 /pt odat a/ 2/pubpna/USl 1D_PUBC0MB . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 










Description 


1 


4635 


100 


0 


4635 


3 


US 


-09 


-927 


-112 


-1 


Sequence 


1 , Appl i 


2 


4635 


100 


.0 


4635 


9 


US 


-10 


-757 


-262 


-37 


Sequence 


37, Appl 


3 


4635 


100 


. 0 


4635 


9 


US 


-10 


-784 


-089 


-1 


Sequence 


1 , Appl i 


4 


3684 . 6 


79 


5 


4237 


8 


US 


-10 


-275 


-998 


-10 


Sequence 


10, Appl 


5 


3624 


78 


2 


3624 


3 


US 


-09 


-927 


-112 


-3 


Sequence 


3 , Appl i 


6 


3624 


78 


2 


3624 


9 


US 


-10 


-784 


-089 


-3 


Sequence 


3, Appli 


7 


3345. 2 


72 


2 


4 941 


8 


us 


-10 


-467 


-248 


-15 


Sequence 


15, Appl 


8 


2838 . 4 


61 


2 


6551 


8 


us 


-10 


-362 


-628 


-12 


Sequence 


12, Appl 


9 


2358 


50 


9 


5365 


8 


us 


-10 


-322 


-281 


-224 


Sequence 


2 24, App 


10 


2161. 4 


46 


6 


2243 


8 


us 


-10 


-332 


-426 


-10 


Sequence 


1 0 , App 1 


11 


1412 . 6 


30 


5 


1833 


8 


us 


-10 


-322 


-281 


-227 


Sequence 


2 27, App 


12 


1127 


24 


3 


3283 


7 


us 


-10 


-108 


-260A-1395 


Sequence 


13 95, Ap 


13 


1111. 2 


24 


0 


3433 


8 


us 


-10 


-398 


-663 


-9 


Sequence 


9, Appli 



http://es/ScoreAccessWeb/GetItem.action?AppId=10784089&seqId=608576&ItemName=us... 9/19/06 



SCORE Search Results Details for Application 10784089 and Search Result us-10-784-0... Page 1 of 1 



Database : Published_Applications_NA_New : * 

1 : /EMC_Celerra_SIDS3/ptodata/l/pubpna/US09JSIEW_PUB .seq : * 

2 : /EMC_Celerra_SIDS3/ptodata/l/pubpna/US06_NEW_PUB .seq:* 

3 : /EMC_Celerra_SIDS3/ptodata/l/pubpna/US07_NEW_PUB .seq: * 

4 : /EMC_Celerra_SIDS3 /ptodata/l/pubpna/US08_NEW_PUB . seq : * 

5 : /EMC_Celerra_SIDS3/ptodata/l/pubpna/PCT_NEW_PUB. seq: * 

6 : /EMC_Celerra_SIDS3 /ptodata/l/pubpna/US10_NEW_PUB . seq : * 

7 : /EMC_Celerra_SIDS3 /ptodata/l/pubpna/USll_NEW_PUB . seq : * 

8 : /EMC_Celerra_SIDS3 /ptodata/l/pubpna/USll_NEW_PUB . seql : * 

9 : /EMC_Celerra_SIDS3 /ptodata/l/pubpna/USll_NEW_PUB . seq2 : * 

10 : /EMC_Celerra_SIDS3/ptodata/l/pubpna/US60_NEW_PUB. seq:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o, 
S 

Result Query 

No. Score Match Length DB ID Description 



1 


2358 


50 


9 


5365 


6 


US 


-10 


-539 


-228 -224 


Sequence 


2 24, App 


2 


1412 


6 


30 


5 


1833 


6 


US 


-10 


-539 


-228 -227 


Sequence 


2 27, App 


3 


1127 


24 


3 


3283 


8 


US 


-11 


-293 


-697 -1395 


Sequence 


1395, Ap 


4 


1103 


23 


8 


3585 


8 


US 


-11 


-266 


-748A-32259 


Sequence 


32259, A 


5 


571 


2 


12 


3 


715 


8 


US 


-11 


-266 


-748A-366378 


Sequence 


366378 , 


6 


571 


2 


12 


3 


715 


8 


US 


-11 


-266 


-748A-449757 


Sequence 


449757 , 


7 


535. 


4 


11 


6 


80105 


6 


US 


-10 


-539 


-228 -223 


Sequence 


2 23, App 


8 


464. 


4 


10 


0 


513 


8 


US 


-11 


-266 


-748A-104368 


Sequence 


104368, 


9 


464. 


4 


10 


0 


513 


8 


US 


-11 


-266 


-748A-157179 


Sequence 


157179, 


10 


308. 


6 


6 


7 


3107 


8 


US 


-11 


-266 


-748A-30946 


Sequence 


30946, A 


11 


308. 


6 


6 


7 


3107 


8 


US 


-11 


-266 


-748A-56285 


Sequence 


56285, A 


12 


301. 


8 


6 


5 


3445 


8 


US 


-11 


-266 


-748A-28175 


Sequence 


28175, A 


13 


301. 


8 


6 


5 


5926 


8 


us 


-11 


-266 


-748A-22592 


Sequence 


22592, A 


14 


300. 


2 


6 


5 


2773 


8 


us 


-11 


-266 


-748A-57630 


Sequence 


57630 
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Database : EST:* 



1 




gb_estl : * 




2 




gb est3 : * 




3 




gb est4 : * 




4 




gb est5 : * 




5 




gb est6 : * 




6 




gb htc : * 




7 




gb est2 : * 




8 




gb_est7 : * 




9 




gb_est8 : * 




10: 


gb_est9: 


* 


11: 


gb_gssl : 


* 


12 : 


gb_gss2 : 


★ 


13 : 


gb_gss3 : 


* 


14 : 


gb_gss4 : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


2548 


55 


. 0 


5324 


6 


AK044619 


AK044619 Mus muscu 


2 


1307. 6 


28 


.2 


1836 


6 


AK049970 


AK049970 Mus muscu 


3 


1170. 6 


25 


.3 


1817 


6 


AK078731 


AK0 78 731 Mus muscu 


4 


920. 2 


19 


. 9 


94 7 


14 


DQ035829 


DQ035829 Homo sapi 


5 


808 


17 


.4 


1278 


14 


DQ035827 


DQ035827 Homo sapi 


6 


717.4 


15 


.5 


857 


14 


DQ035830 


DQ035830 Pan trogl 


7 


693 . 8 


15 


.0 


886 


10 


DV878798 


DV878798 LB0263 . CR 


8 


669. 2 


14 


.4 


692 


8 


CR998048 


CR998048 CR998048 


9 


64 7 


14 


. 0 


889 


3 


BQ946757 


BQ94 6 75 7 AGENCOURT 


10 


644 . 6 


13 


. 9 


958 


3 


BU159213 


BUI 5921 3 AGENCOURT 


11 


627 


13 


. 5 


759 


5 


CF531476 


CF531476 UI-M-FY0- 


12 


626. 6 


13 


.5 


763 


5 


CF531795 


CF531795 UI-M-FY0- 


13 


620 


13 


.4 


1092 


3 


BU502871 


BU5 02 871 AGENCOURT 
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Database : GenEmbl:* 



1 




gb_env: 


* 


2 




gb_pat : 


* 


3 




gb_ph : * 




4 




gb_pl : * 




5 




gb_pr : * 




6 




gb_ro : * 




7 




gb_sts : 


* 


8 




gb_sy : * 




9 




gb_un : * 




10 


gb_vi : 


* 


11 


gb_ov : 


★ 


12 


gb_htg 


: * 


13 


gb_i n : 


* 


14 


gb_om : 


* 


15 


gb_ba : 


★ 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No . 


Score 


Match 


Length 


DB 


ID 


Description 


1 


3624 


100 


0 


3624 


2 


AR658533 


AR658533 


Sequence 


2 


3624 


100 


0 


4635 


2 


AR658532 


AR658532 


Sequence 


3 


3360.2 


92 


7 


6453 


5 


AK122 58 9 


AK122589 


Homo sapi 


4 


3345.2 


92 


3 


4941 


2 


AX512952 


AX512952 


Sequence 


5 


3339. 2 


92 


1 


5450 


5 


AB007919 


AB007919 


Homo sapi 


6 


3269. 2 


90 


2 


4237 


2 


AX304472 


AX304472 


Sequence 


7 


2838. 8 


78 


3 


4837 


5 


DQ176850 


DQ176850 


Homo sapi 


8 


2838. 4 


78 


3 


6551 


2 


AX392826 


AX392826 


Sequence 


9 


2573 . 2 


71 


0 


3497 


6 


AY966876 


AY966876 


Mus muscu 


10 


2501. 8 


69 


0 


5333 


6 


AK129147 


AK129147 


Mus muscu 


11 


2297 


63 


4 


4001 


5 


BC043358 


■BC043358 


Homo sapi 


12 


2265. 4 


62 


5 


4791 


6 


DQ176851 


DQ176851 


Mus muscu 


13 


1965. 6 


54 


2 


4411 


5 


AK074 14 9 


AK0 7414 9 


Homo sapi 


14 


1914 . 4 


52 


8 


2697 


2 


CQ721801 


CQ721801 


Sequence 


15 


1840 


50 


8 


2243 


2 


AX402958 


AX402958 
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RESULT 7 
DQ176850 

LOCUS DQ176850 4837 bp mRNA linear PRI 18-SEP-2005 

DEFINITION Homo sapiens phosphol ipase C-eta2 (PLC-eta2) mRNA, complete cds. 
ACCESSION DQ176850 

VERSION DQ176850.1 GI:74486662 

KEYWORDS 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini ; 
Hominidae; Homo. 
REFERENCE 1 (bases 1 to 4837) 

AUTHORS Zhou,Y., wing,M.R., Sondek,J. and Harden, T.K. 

TITLE Molecular cloning and characterization of phospholipase C-eta2 

JOURNAL (er) Biochem. J. (2005) In press 
REFERENCE 2 (bases 1 to 4837) 

AUTHORS Zhou,Y., Wing,M.R., Sondek,J. and Harden, T.K. 
TITLE Direct Submission 

JOURNAL Submitted ( 23 -AUG - 200 5 ) Pharmacology, UNC Chapel Hill, 1106 ME 
Jones Building (CB#7365), Chapel Hill, NC 27599, USA 
FEATURES Location/Qualifiers 
source 1. .4837 

/organism^ "Homo sapiens" 

/mol_type= "mRNA" 

/db_xr ef = " taxon : 9 6 0 6 " 

/chromosome= " 1 " 

/map=" lp36 .32" 
gene 1. .4837 

/gene="PLC-eta2 M 
5'UTR 1. .274 

/gene="PLC-eta2" 
CDS 275. .4525 

/gene= "PLC-eta2" 

/function="hydrolyzes phosphatidylinositol phosphates into 
inositol phosphates and diacylglycerol" 
/note= "enzyme" 
/codon_start=l 

/product =" phospholipase C-eta2 " 
/protein_id= "ABA122 09 . 1 " 
/db_xref ="GI : 744 8 66 63 " 

/trans la tion = " MSG PWPSPDSRTKGTVAWLAEVLLWVGGSWLSSEWQLGPLVER 
CMGAMQEGMQMVKLRGGSKGLVRFYYLDEHRSCIRWRPSRKNEKAKISIDS IQEVSEG 
RQSEVFQRYPDGSFDPNCCFSIYHGSHRESLDLVSTSSEVARTWVTGLRYLMAGISDE 
DSLARRQRTRDQWLKQT FDEADKNGDGSLSIGEVLQLLHKLNVNLPRQRVKQMFREAD 
TDDHQGTLGFEEFCAFYKMMSTRRDLYLLMLTYSNHKDH LDAASLQRFLQVEQKMAGV 
TLESCQDI IEQFEPCPENKSKGLLGIDGFTNYTRSPAGDIFNPEHHHVHQDMTQPLSH 
YFITSSHNTYLVGDQLMSQSRVDMYAWVLQAGCRCVEVDCWDG PDGEPI VHHGYTLTS 
KILFKD VIET INKY AFIKNEYPVILSIENHCSVIQQKKMAQYLTDILGDKLDLS SVSS 
EDATTLPSPQMLKGKILVKGKKL PANI SEDAEEGEVSDEDSADEIDDDCKLLNGDAST 
NRKRVENTAKRKLDSLI KESKIRDCEDPNNFSVSTLS PSGKLGRKSKAEEDVESGEDA 
GASRRNGRLVVGSFSRRKKKGSKLKKAASVEEGDEGQDSPGGQSRGATRQKKTMKLSR 
ALSDLVKYTKSVATHDI EMEAAS SWQVSS FS ETKAHQ ILQQKPAQYLRFNQQQL SR I Y 
PSSYRVDSSNYNPQPFWNAGCQMVALNYQSEGRMLQLNRAKFSANGGCGYVLKPGCMC 
' QGVFNPNSEDPLPGQLKKQLVLRIISGQQLPKPRDSMLGDRGEIIDPFVEVEIIGLPV 
DCSREQTRWDDNGFNPTWEETLVFMVHMPEIALVRFLVWDHDPIGRDFIGQRTLAFS 
SMMP GY RH VY LE GM EEA S I F VHVAV SD I S GK VKQALG LKGL FL RG PK PG S LDSH AAGR 
PPARPSVSQRILRRTASAPTKSQKPGRRGFPELVLGTRDTGSKGVADDVVPPGPGPAP 
EAPAQEGPGSGSPRDTRPLSTQRPLPPLCSLETIAEEPAPGPGPPPPAAVPTSSSQGR 
PPYPTGPGANVASPLEDTEEPRDSRPRPCNGEGAGGAYERAPGSQTDGRSQPRTLGHL 
PVIRRVKSEGQVPTEPLGGWRPLAAPFPAPAVYSDATGSDPLWQRLEPCGH RDS VSSS 
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SSMSSSDTVTDLSLPSLGLGRSRENLAGAHMGRLPPRPH SASAAR PDLPPVTKSKSNP 
NLRATGQRPPIPDELQPRSLAPRMAGLPFRPPWGCLSLVGVQDCPVAAKSKSLGDLTA 
DDFAPSFEGGSRRLSHSLGLPGGTRRVSGPGVRRDTLTEQLRWLTVFQQAGDITSPTS 
LGPAGEGVAGGPGFVRRSSSRSHSRVRAIASRARQAQERQQRLQGLGRQGPPEEERGT 
PEGACS VGHEGS VDAPAPS KGALGPAS AAAENLVLLRL " 
3'UTR 4526. .4837 

/gene="PLC-eta2" 

ORIGIN 

Query Match 78,3%; Score 2838.8; DB 5; Length 4 837; 

Best Local Similarity 99.9%; Pred . No. 0; 

Matches 2 840; Conservative 0; Mismatches 2; Indels 0; Gaps 0; 

Qy 106 CCCGTGGTGGAGCGGTGCATGGGTGCCATGCAAGAGGGGATGCAGATGGTGAAGCTGCGT 165 

III I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I I I I I I 

Db 3 92 CCCCTGGTGGAGCGGTGCATGGGTGCCATGCAAGAGGGGATG CAGATGGTGAAGCTGCGT 451 

Qy 166 GGCGGCTCCAAGGGCCTGGTCCGCTTCTACTACCTGGACGAGCACCGCTCCTGCATCCGC 22 5 

I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 4 52 GGCGGCTCCAAGGGCCTGGTCCGCTT CTACTACCTGGACGAGCACCGCTCCTGCATCCGC 511 

Qy 2 26 TGGAGGCCCTCACGCAAGAACGAGAAGGCCAAGATCTCCATCGACTCCATCCAGGAGGTG 28 5 

I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I 

Db 512 TGGAGGCCCTCACGCAAGAACGAGAAGGCCAAGATCTCCATCGACTCCATCCAGGAGGTG 571 

Qy 2 86 AGTGAGGGGCGGCAGTCGGAGGTCTTCCAGCGCTACCCTGACGGCAGCTTCGACCCCAAC 34 5 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 
Db 5 72 AGTGAGGGGCGGCAGTCGGAGGTCTTCCAGCGCTACCCTGACGGCAGCTTCGACCCCAAC 631 

Qy 3 46 TGCTGCTTCAGCATCTACCACGGCAGCCAC CGCGAGTCGCTGGACCTGGT CTCCAC CAGC 40 5 

I I I I I I I I II I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I 
Db 6 32 TGCTGCTTCAGCATCTACCACGGCAGCCAC CGCGAGTCGCTGGACCTGGT CTCCAC CAGC 691 

Qy 4 06 AGCGAGGTGGCGCGCACCTGGGTCACTGGCCTGCGCTACCTCATGGCCGGCATCAGCGAC 46 5 

III! MINI II II II II Mill MM II MM II II INI II II MM II II II II II 

Db 6 92 AGCGAGGTGGCGCGCACCTGGGTCACTGGCCTGCGCTACCTCATGGCCGGCATCAGCGAC 751 

Qy 4 66 GAGGACAGCCTGGCTCGCCGCCAG CGCACCAGGGACCAGTGGCTGAAGCAGACGTTTGAC 52 5 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I II I I I I I I I I I I I I I I I 

Db 7 52 GAG GA CAGC CTGGCT CGCCGCCAGCGCACCAGGGACCAGTGGCTGAAGCAGACGTTTGAC 811 

Qy 5 26 GAGGCCGACAAGAACGGGGATGGCAGCCTGAGCATTGG CGAGGTCCTG CAGCTGCTGCAC 58 5 

II II II M II II II II II M III II MM II II M II II II II II II II II II II II II 

Db 812 GAGGCCGACAAGAACGGGGATGGCAGCCTGAGCATTGGCGAGGTCCTG CAGCTGCTGCAC 871 

Qy 5 86 AAG CT CA AC GT GAAC CT GC CC CGG CAGAGG GT GAAG CA GATG TT CAGG GAAG CG GA CA CG 64 5 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 

Db 8 72 AAG CT CA AC GT GAAC CT GC C C CGG CA GAGG GTGAAG CA GATG TT CAGG GAAG CG GA CA CG 931 

Qy 64 6 GAT GACC AC CA AG GG AC GCTGGGT TTTG AAGAGT TC TG TG CC TT CT AC AAGATG AT GT CC 70 5 

I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 9 32 GATGACCACCAAGGGACGCTGGGTTTTGAAGAGTTCTGTGCCTTCTACAAGATGATGTCC 991 

Qy 7 06 A CC CG CCGG GA CC TC TA CC TG CTC AT GC TG AC CT AC AG CAAC CA CAAG GA CC AC CT GG AT 76 5 

III II II II II II II II II M III M II II II II II II II II II II II II II II II II II 

Db 9 92 ACCCGCCGGGACCTCTACCTGCTCATGCTGACCTACAGCAACCACAAGGACCACCTGGAT 10 51 

Qy 7 66 G CC GC CAGC CT GC AG CG CT TC CTG CAGGTGGAGC AG AAGATG GC GG GTGT GA CC CT CG AG 82 5 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 10 52 GCCGCCAGCCTGCAGCGCTTCCTGCAGGTGGAGCAGAAGATGGCGGGTGTGACCCTCGAG 1111 
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Qy 826 AGCTGCCAGGACATCATCGAGCAGTTTGAGCCATGCCCAGAAAACAAGAGTAAGGGGCTG 88 5 

I I I I I I I I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1112 AGCTGCCAGGACATCATCGAGCAGTTTGAGCCATGCCCAGAAAACAAGAGTAAGGGGCTG 1171 

Qy 8 86 CTGGGCATTGATGGCTTCACCAACTACACCAGGAGCCCTGCTGGTGACATCTTCAACCCT 94 5 

I I I I I I I I I I I I I I I I I II I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

Db 1172 CTGGGCATTGATGGCTTCACCAACTACACCAGGAGCCCTGCTGGTGACATCTTCAACCCT 1231 

Qy 946 GAGCACCACCATGTGCACCAGGACATGACGCAGCCG CTGAGCCACTACTTCATCACCTCG 10 05 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I II I I I I I I I I I I I I I I I I I I I I I I I 

Db 12 32 GAGCACCACCATGTGCACCAGGACATGACGCAGCCG CTGAGC CACTACTTCATCACCTCG 12 91 

Qy 1006 TCCCACAACAC CTACCTCGTGGGTGACCAGCTCATGTCCCAGTCACGGGTGGACATGTAT 10 65 

Mill Mill II IIIMII 'II IIIIMII MM ll'll II Mill 1 

Db 12 92 TCCCACAACACCTACCTCGTGGGTGACCAGCTCATGTCCCAGTCACGGGTGGACATGTAT 13 51 

Qy 1066 GCTTGGGTCCTGCAGGCTGGCTGCCGCTGCGTGGAGGTGGACTGCTGGGATGGGCCCGAC 1125 

I II II INI II II II II II IIIIMI II II II II II II II II II II II II I! II II II I 

Db 13 52 GCTTGGGTCCTGCAGGCTGGCTGCCGCTGCGTGGAGGTGGACTGCTGGGATGGGCCCGAC 1411 

Qy 1126 G GG GAGC CC AT TG TG CA CC ATGGC TACA CT CT GA CT TC CAAG AT CC TC TT CAAA GA CGTC 1185 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
Db 1412 GGGGAGCCCATTGTGCACCATGGCTACACT CTGACTTCCAAGATCCTCTT CAAA GA CGTC 14 71 

Qy 1186 ATTGAAA CC AT CAAC AAAT AT GCC TT CATC AAGAAT GAGT AC CC AGTG AT CCTG TC CATC 1245 

I II II II II II II II II II II III II II II II II II II II II MM II II II II II II II 

Db 14 72 ATT GAAA CC AT CAAC AAAT AT GCC TT CATC AAGAAT GAGT AC CC AGTG AT CCTGTC CATC 15 31 

Qy 1246 GAAAACCACTGCAGTGTCATCCAG CAGAAGAAAATGGCCCAGTATCTGACTGACATCCTT 13 05 

I II II II II II II II II II II III II II II MM II II II M II II II M II II II II I 

Db 1532 GAAAACCACTGCAGTGTCATCCAG CAGAAGAAAATGGCCCAGTATCTGACTGACATCCTT 15 91 

Qy 13 06 GGGGACAAGCTGGACCTGTCATCAGTGAGCAGTGAAGATGCCACCACACTCCCCTCTCCA 13 65 

I II II II II II II II II II II Ml II II II II II II II II M II II II II II MM II II 

Db 15 92 GGGGACAAGCTGGACCTGTCATCAGTGAGCAGTGAAGATGCCACCACACTCCCCTCTCCA 16 51 

Qy 13 66 CAGATGCTCAAGGGCAAGATCCTCGTGAAGGGGAAGAAGCTCCCAGCCAACATCAG CGAG 14 25 

I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I II I I I I I I I I I I I I I II I I I I II 
Db 16 52 CAGATGCTCAAGGGCAAGATCCTCGTGAAGGGGAAGAAGCTCCCAGCCAA CATC AG CGAG 1711 

Qy 14 26 GATGCGGAGGAAGGCGAGGTGTCTGATGAGGACAGTGCTGATGAGATTGACGATGACTGC 14 85 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I M I I I I I I I I I I I I I I I I I 
Db 1712 GATGCGGAGGAAGGCGAGGTGTCTGATGAGGACAGTGCTGATGAGATTGACGATGACTGC 17 71 

Qy I486 AAG CT CC TC AATG GGGATG CATCC AC CAAT CG AAAG CGTG TAGAAAAC ACTG CT AAGAGG 1545 

I MM II II M II II MM Mill II II II II II II MM II II II II MM MM MM 

Db 1772 AAG CT CC TC AATG GGGATG CATCC AC CAAT CG AAAG CGTG TAGAAAAC AC TG CT AAGAGG 18 31 

Qy 1546 AAACTGGATTCCCTCATCAAAGAGTCGAAGATTCGGGACTGTGAGGACCCCAACAACTTC 1605 

I MMMM II MM IIMMIII II MMM II MMM II II IIIIIIMMMMI 

Db 18 32 AAACTGGATTCCCTCATCAAAGAGTCGAAGATTCGGGACTGTGAGGACCCCAACAACTTC 18 91 

Qy 16 06 TCCGTCTCCACACTGTCCCCATCT GG AAAG CT CG GA CG CAAG AG CA AG GCTG AAGAGG AC 16 65 

I II II M II M II M II II II Ml II II M II M II II II II II II II II II M II II I 

Db 18 92 T CC GT CT CC AC AC TGTC CC CATCT GG AAAG CT CGGACG CAAG AG CAAG GC TG AAGAGG AC 1951 

Qy 16 66 GTGGAGTCTGGGGAGGATGCCGGGGCCAGCAGACGCAATGGCCGCCTCGTCGTGGGAAGC 17 25 

I II II II II II II II II II M III M II II II II M II II II II II II II II II M M II 

Db 1952 GTGGAGTCTGGGGAGGATGCCGGGGCCAGCAGACGCAATGGCCGCCTCGTCGTGGGAAGC 2011 

Qy 1726 T TC TC CA GG CG CAAG AAGAAG GGC AG CAAG CTGAAG AAGG CG GC CAGC GT GG AG GAGG GA 1785 
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I MM II II II II II II MM III MM II MM II II IIIIIIIMI II II II II II II 

Db 2012 TTCTCCAGGCGCAAGAAGAAGGGCAGCAAGCTGAAGAAGGCGGCCAGCGTGGAGGAGGGA 2071 

Qy 17 86 GAT GAGG GT CAGG ACTC CC CGGGAGG CC AG AG CC GAGG GG CG AC CCGG CAGAAG AAGACC 18 4 5 

M M M I M 1 1 M M M M M M I M M 1 1 M M M M M M M M M M 1 1 M M M 1 1 

Db 2 0 72 GAT GAGGGT CAGG ACTC CC CGGGAGG CC AG AG CC GAGGGG CG AC CC GG CAGAAG AAGACC 2131 

Qy 1846 ATGAAGCTGTCCCGGGCCCTCTCTGACCTGGTGAAGTACACCAAGTCCGTGGCCACCCAC 1905 

I II M M II II II II II II II III II II II MM II II II II II II II II II M II II II 

Db 2132 ATGAAGCTGTCCCGGGCCCTCTCTGACCTGGTGAAGTACACCAAGTCCGTGGCCACCCAC 2191 

Qy 19 06 GACATAGAGATGGAGGCGGCGTCCAGCTGGCAGGTGTCGTCCTTCAGCGAGACCAAGGCC 19 65 

I M II M II II II II M II II III MM II II II II II II II II II II M II II II II II 

Db 2192 GACATAGAGATGGAGGCGGCGTCCAGCTGGCAGGTGTCGTCCTTCAGCGAGACCAAGGCC 22 51 

Qy 19 66 CACCAGATTCTGCAGCAGAAGCCGGCGCAGTACCTACGCTTCAACCAG CAGCAGCTCTCC 20 2 5 

1 1 1 1 1 1 1 1 1 M I II II II 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 22 52 CACCAGATT CT GC AG CA GAAG CCG GC GC AG TACCTACGCTTCAACC AG CAGCAGCTCTCC 2311 

Qy 2026 CGCATCTACCCCTCCTCCTAC CGTGTGGACTCCAGCAACTACAACCCGCAGCCCTTCTGG 2085 

I II II II II M II II II II M III II MM II II II II II II II II II II II M M II M 

Db 2312 CGC AT CT AC CC CT CC TC CT AC CGT GTGG AC TC CAGC AACT AC AACC CG CAGC CC TT CT GG 23 71 

Qy 2086 AACGCCGGCTGCCAAATGGTTGCCCTGAACTACCAGTCAGAGGGGCGGATGCTGCAGCTG 2145 

I II II II II II II II II II II III II II II II II II II II II II II II M II M II II II 

Db 23 72 AACGC CGGCTGCCAAATGGTTGCCCTGAACTACCAGTCAGAGGGGCGGATGCTGCAGCTG 24 31 

Qy 2146 AACCGAGCCAAGTTCAGCGCCAACGGTGGCTGCGGCTACGTACTCAAGCCTGGGTGCATG 22 05 

I 1 1 1 1 I II I 1 1 M 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 

Db 24 32 AACCGAGCCAAGTTCAGCGCCAACGGTGGCTGCGGCTACGTACTCAAGCCTGGGTGCATG 24 91 

Qy 22 06 TGCCAGGGCGTGTTCAACCCCAACTCGGAGGACCCCCTGCCCGGGCAG CTCAAGAAGCAG 22 65 

I M II II M II II II M II M III II II II II M II II II II II II II II M II M M II 

Db 24 92 T GC CAGG GC GT GT TC AA CC CC AAC TCGG AG GACCCCCTGCCCGGGC AG CTCAAGAAGCAG 2551 

Qy 22 66 CTGGTGCTCCGGATCATCAGTGGCCAGCAGCTTCCCAAGCCGCGCGACTCCATG CTGGGG 23 25 

I I I I I I I I I I II I II I I II I I I I I I I I I I I I I II I I I I I I I I II I I I I I I I I I I I I I I I I 

Db 25 52 CTGGTGCTCCGGATCATCAGTGGCCAGCAGCTTCCCAAGCCGCGCGACTCCATG CTGGGG 2611 

Qy 23 26 GACCGTGGGGAGATCAT CGACCCCTTTGTGGAGGTGGAGATCATTGGGCTCCCTGTGGAC 23 85 

I II II II II II II M II II II III MM II MM M II II MM M II MM II II MM 

Db 2612 GACCGTGGGGAGATCATCGACCCCTTTGTGGAGGTGGAGATCATTGGG CTCCCTGTGGAC 26 71 

Qy 23 86 TGCAGCAGGGAGCAGACCCGCGTGGTGGACGACAACGGGTTCAACCCCACCTGGGAGGAG 2445 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I 

Db 2672 TGCAGCAGGGAGCAGACCCGCGTGGTGGACGACAACGGGTTCAACCCCACCTGGGAGGAG 2731 

Qy 24 46 ACCCTGGTTTTCATGGTGCACATGCCGGAGATCGCGCTGGTCCGCTTCCTCGTCTGGGAC 25 05 

I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I 

Db 2732 ACCCTGGTTTTCATGGTGCACATGCCGGAGATCG CGCTGGTCCGCTTCCTCGTCTGGGAC 27 91 

Qy 25 06 CACGATCCCATCGGGCGTGACTTCATTGGCCAGAGGACGCTGGCCTTCAGCAGCATGATG 25 65 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I 

Db 2792 CACGATCCCATTGGGCGTGACTTCATTGGCCAGAGGACGCTGGCCTTCAGCAGCATGATG 2851 

Qy 25 66 CCAGGCTACAGACACGTGTACCTAGAAGGGATGGAAGAGGCCTCCATCTTCGTG CATGTG 2625 

I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II 

Db 2 8 52 CCAGGCTACAGACACGTGTAC CTAGAAGGGATGGAAGAGGCCTCCATCTTCGTG CATGTG 2 911 

Qy 2626 G CTGT CAGT GA CATC AG CG GT AAG GT CA AG CAGG CT CT GG GC CT AA AAGG CC TC TT CC TC 2685 

I MM II II II MM II MM III MINI MINI II II MM II II II II II II II II 
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Db 2912 GCTGTCAGTGACATCAGCGGTAAG GT CAAGCAGGCTCTGGGCCTAAAAGG CCTCTTCCTC 2 9 71 

Qy 2686 CGAGG CC CAAAGC CCGG CT CG CTG GA CAGT CATG CTGC TGGG CG GC CC CC GG CC CG GC CC 2745 

I MINI II II II llllll II Ml II IMMIIIIIII II II II llllll II MM II II 

Db 29 72 CGAGGCCCAAAGCCCGGCTCG CTG GACAGTCATG CTGC TGGG CGGCCCCCGGCCCGGCCC 30 31 

Qy 27 46 T CC GTTAGC CAGCGG AT CCTG CGG CG CACGGC CAGCGC CC CG AC CAAG AG CC AG AAGC CG 28 05 

I II II II M M II MM II II M II Ml I I M II II II MM II II I! II II II 

Db 3032 TCCGTTAGCCAGCGGATCCTGCGGCGCACGGCCAGCGCCCCGACCAAGAGCCAGAAGCCG 3091 

Qy 28 06 GGCCGCAGGGGCTTCCCGGAGCTGGTCCTGGGTACACGGGACACAGGCTCCAAGGGGGTG 28 65 

I II II II II II II II II II II III II II II II II II II II II II II II II M II II II II 

Db 3092 GGCCGCAGGGGCTTCCCGGAGCTGGTCCTGGGTACACGGGACACAGGCTCCAAGGGGGTG 3151 

Qy 28 66 G CAGA CGAT GT GG TGCCCCCCGGGCCCGGACCTGCT CCGG AAGC CCCAGCCC AG GAGGGG 2925 

I II M II II II II M II M Mill M II M M II M M M M M II M II M II II II II 

Db 3152 GCAGACGATGTGGTGCCCCCCGGGCCCGGACCTG CTCCGGAAGCCCCAGCCCAGGAGGGG 3211 

Qy 29 26 CCCGGCAGCGGCAGCCCCCGAG 2 94 7 

IMMMMMMMMMMI 

Db 3212 CCCGGCAGCGGCAGCCCCCGAG 3 23 3 
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Database : lssued_Patents_NA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/ina/l_COMB. seq: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/ina/5_COMB. seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/ina/6A_COMB .seq: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/ina/6B_COMB .seq: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/ina/7 _COMB. seq: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/ina/H_COMB. seq: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/ina/PCTUS_COMB. seq: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/ina/PP_COMB .seq : * 

9 : /EMC_Celerra_SIDS3/ptodata/2/ina/RE_COMB .seq: * 

10 : /EMC_Celerra_SIDS3/ptodata/2/ina/backf ilesl . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length 


DB 


ID 










Description 


1 


3624 


100 


0 


3624 


3 


US 


-09 


-927 


-112 


-3 


Sequence 


3 , Appl i 


2 


3624 


100 


.0 


4635 


3 


US 


-09 


-927 


-112 


-1 


Sequence 


1 , Appl i 


3 


308.6 


8 


.5 


2289 


3 


US 


-10 


-258 


-860 


-1 


Sequence 


1, Appli 


4 


301.8 


8 


.3 


2211 


3 


us 


-09 


-800 


-971 


-3 


Sequence 


3 , Appl i 


5 


301.8 


8 


.3 


3425 


3 


us 


-09 


-800 


-971 


-1 


Sequence 


1 , Appl i 


6 


289. 8 


8 


0 


2627 


4 


us 


-09 


-880 


-107 


-3293 


Sequence 


3293, Ap 


7 


286. 6 


7 


9 


2752 


3 


us 


-10 


-104 


-047 


-135 


Sequence 


13 5, App 


8 


278. 8 


7 


.7 


2627 


3 


us 


-09 


-949 


-016 


-5110 


Sequence 


5110, Ap 


9 


276. 2 


7 


6 


2462 


3 


us 


-10 


-258 


-860 


-5 


Sequence 


5 , Appl i 


10 


276 . 2 


7 


6 


2540 


3 


us 


-10 


-258 


-860 


-3 


Sequence 


3 , Appl i 


11 


212. 8 


5 


9 


2958 


3 


us 


-09 


-688 


-078 


-5 


Sequence 


5 , Appl i 


12 


201. 2 


5 


6 


414 7 


3 


us 


-09 


-688 


-078 


-6 


Sequence 


6 , Appl i 


13 


200. 8 


5 


5 


3006 


3 


us 


-09 


-688 


-078 


-1 


Sequence 


1 , Appl i 


14 


200.8 


5 


5 


3238 


3 


us 


-09 


-688 


-078 


-8 


Sequence 


8 , Appl i 


15 


194 . 4 


5 


4 


4543 


3 


us 


-09 


-949 


-002 


-135 


Sequence 


135, App 


16 


194 . 4 


5 


4 


185765 


3 


us 


-09 


-949 


-002 


-674 


Sequence 


6 74 , App 
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Database : Published_Applications_NA_Main : * 

1 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US07_PUBCOMB . seq : * 

2 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US08_PUBCOMB . seq : * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09B_PUBCOMB. seq: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US09C_PUBCOMB. seq: * 

6 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US10A_PUBCOMB. seq: * 

7 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US10B_PUBCOMB. seq: * 

8 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpna/US10C_PUBCOMB. seq: * 

9 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 
10 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10E_PUBCOMB .seq: * 
11 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10F_PUBCOMB .seq: * 
12 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/US10G_PUBCOMB .seq: * 
13 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllA_PUBCOMB .seq: * 
14 : /EMC_Celerra__SIDS3/ptodata/2/pubpna/USllB_PUBCOMB .seq: * 
15 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllC_PUBCOMB .seq: * 
16 : /EMC_Celerra_SIDS3/ptodata/2/pubpna/USllD_PUBCOMB .seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 










Description 


1 


3624 


100 


0 


3624 


3 


US 


-09 


-927 


-112 


-3 


Sequence 


3, Appli 


2 


3624 


100 


.0 


3624 


9 


US 


-10 


-784 


-089 


-3 


Sequence 


3, Appli 


3 


3624 


100 


0 


4635 


3 


US 


-09 


-927 


-112 


-1 


Sequence 


1, Appli 


4 


3624 


100 


0 


4635 


9 


US 


-10 


-757 


-262 


-37 


Sequence 


37, Appl 


5 


3624 


100 


0 


4635 


9 


us 


-10 


-784 


-089 


-1 


Sequence 


1, Appli 


6 


3345. 2 


92 


3 


4 941 


8 


us 


-10 


-467 


-248 


-15 


Sequence 


15, Appl 


7 


3269. 2 


90 


2 


4237 


8 


us 


-10 


-275 


-998 


-10 


Sequence 


10, Appl 


8 


2838.4 


78 


3 


6551 


8 


us 


-10 


-362 


-628 


-12 


Sequence 


12, Appl 


9 


2358 


65 


1 


5365 


8 


us 


-10 


-322 


-281 


-224 


Sequence 


2 24, App 


10 


1840 


50 


8 


2243 


8 


us 


-10 


-332 


-426 


-10 


Sequence 


10, Appl 


11 


1412. 6 


39 


0 


1833 


8 


us 


-10 


-322 


-281 


-227 


Sequence 


2 27, App 


12 


1127 


31 


1 


3283 


7 


us 


-10 


-108 


-260A-1395 


Sequence 


13 95, Ap 


13 


1111.2 


30 


7 


3433 


8 


us 


-10 


-398 


-663 


-9 


Sequence 
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Database 



Published_Applic 

1 : /EMC_Celerra 

2 : /EMC_Celerra 

3: /EMC_Celerra 

4 : /EMC_Celerra 

5 : /EMC_Celerra 

6 : /EMC_Celerra_ 

7: /EMC_Celerra 

8 : /EMC_Celerra 

9: /EMC_Celerra 

10: /EMC Celerra 



at ions_NA_New : * 
SIDS3 /ptodata/l/pubpna/ 
SIDS3 /ptodata/l/pubpna/ 
SIDS3 /ptodata/l/pubpna/ 
SIDS3 /ptodata/l/pubpna/ 
SIDS3 /ptodata/l/pubpna/ 
SIDS3 /ptodata/l/pubpna/ 
SIDS3 /ptodata/l/pubpna/ 
SIDS3 /ptodata/l/pubpna/ 
SIDS3 /ptodata/l/pubpna/ 
_S IDS 3 /ptodata/l/pubpna 



US09_NEW_PUB . seq : * 
US06_NEW_PUB . seq : * 
US07_NEW_PUB . seq : * 
US08_NEW_PUB . seq : * 
PCT_NEW_PUB. seq: * 
US 10_NEW_PUB . seq : * 
US11_NEW_PUB . seq : * 
US11_NEW_PUB . seql : * 
US 11_NEW_PUB . seq 2 : * 
/US6 0_NEW_PUB. seq:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 


2358 


65 


. 1 


5365 


6 


US 


-10 


-539 


-228-224 


Sequence 


2 24, App 


2 


1412 


6 


39 


.0 


1833 


6 


US 


-10 


-539 


-228 -227 


Sequence 


2 27, App 


3 


1127 


31 


. 1 


3283 


8 


US 


-11 


-293 


-697 -1395 


Sequence 


1395, Ap 


4 


1103 


30 


.4 


3585 


8 


US 


-11 


-266 


-748A-32259 


Sequence 


32259, A 


5 


571 


2 


15 


.8 


715 


8 


US 


-11 


-266 


-748A-366378 


Sequence 


366378, 


6 


571 


2 


15 


.8 


715 


8 


us 


-11 


-266 


-748A-449757 


Sequence 


449757 , 


7 


535 


4 


14 


.8 


80105 


6 


us 


-10 


-539 


-228 -223 


Sequence 


2 23, App 


8 


464 


4 


12 


.8 


513 


8 


us 


-11 


-266 


-748A-104368 


Sequence 


104368 , 


9 


464 


4 


12 


.8 


513 


8 


us 


-11 


-266 


-748A-157179 


Sequence 


157179, 


10 


308 


6 


8 


.5 


3107 


8 


us 


-11 


-266 


-748A-30946 


Sequence 


30946, A 


11 


308 


6 


8 


.5 


3107 


8 


us 


-11 


-266 


-748A-56285 


Sequence 


56285, A 


12 


301 


8 


8 


.3 


3445 


8 


us 


-11 


-266 


-748A-28175 


Sequence 


28175, A 


13 


301 


8 


8 


.3 


5926 


8 


us 


-11 


-266 


-748A-22592 


Sequence 


22592, A 


14 


300 


2 


8 


.3 


2773 


8 


us 


-11 


-266 


-748A-57630 


Sequence 


57630, A 


15 


244 


4 


6 


.7 


43865 


6 


us 


-10 


-539 


-228 -226 


Sequence 
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Database : EST: * 



1 




gb_estl : 


* 


2 




gb_est3 : 


* 


3 




gb_est4 : 


* 


4 




gb_est5 : 


* 


5 




gb_est6 : 




6 




gb_htc: * 




7 




gb_est2 : 


* 


8 




gb_est7 : 


★ 


9 




gb_est8 : 


* 


10: 


gb_est 9 


: * 


11: 


gb_gssl 


: * 


12 : 


gb_gss2 


: * 


13 : 


gb_gss3 


: * 


14 : 


gb_gss4 


: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



Jo. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


2548 


70 


. 3 


5324 


6 


AK044619 


AK044619 Mus muscu 


2 


1307. 6 


36 


. 1 


1836 


6 


AK049970 


AK04 9 97 0 Mus muscu 


3 


1170. 6 


32 


.3 


1817 


6 


AK078 731 


AK078731 Mus muscu 


4 


920. 2 


25 


.4 


94 7 


14 


DQ035829 


DQ035829 Homo sapi 


5 


808 


22 


.3 


1278 


14 


DQ035827 


DQ035827 Homo sapi 


6 


717.4 


19 


. 8 


857 


14 


DQ035830 


DQ035830 Pan trogl 


7 


693 . 8 


19 


. 1 


886 


10 


DV878798 


DV878798 LB0263 . CR 


8 


669. 2 


18 


.5 


692 


8 


CR998048 


CR998048 CR998048 


9 


647 


17 


. 9 


889 


3 


BQ946757 


BQ94 6 75 7 AGENCOURT 


10 


644 . 6 


17 


.8 


958 


3 


BU159213 


BUI 59 213 AGENCOURT 


11 


627 


17 


.3 


759 


5 


CF531476 


CF531476 UI-M-FY0- 


12 


626. 6 


17 


.3 


763 


5 


CF531795 


CF531795 UI-M-FY0- 


13 


620 


17 


. 1 


1092 


3 


BU502871 


BU5 02 871 AGENCOURT 


14 


610. 4 


16 


.8 


930 


3 


BQ960462 


BQ960462 AGENCOURT 
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Database 



N_Geneseq_8 : * 



1: geneseqnl980s : * 

2: geneseqnl990s : * 

3: geneseqn2000s : * 

4: geneseqn2001as : * 

5: geneseqn2001bs : * 

6 : geneseqn2 00 2as: * 

7: geneseqn2002bs : * 

8: geneseqn2003as : * 

9: geneseqn2003bs : * 

10 : geneseqn20 03cs : * 

11 : geneseqn2 0 03ds : * 

12: geneseqn2004as : * 

13: geneseqn20 04bs : * 

14: geneseqn2005s : * 

15: geneseqn2006s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



% 

Query 

Score Match Length DB ID 



Description 



1 

2 
3 
4 
5 
6 
7 
8 
9 
10 
11 
12 



3345. 2 
3269. 2 
2838 . 4 
2838.4 



2358 
1840 

1412. 6 
1127 
1127 

1111.2 



3624 
3624 



100. 0 
100 .0 
92 .3 
90 .2 
78 .3 
78 .3 
65 .1 
50 .8 
39.0 
31.1 
31.1 
30.7 



4635 6 AAD39663 

4635 13 ADQ89085 

4941 6 ABV72132 

4237 6 ABA96005 

6551 6 ABK12390 

6551 12 ADK70341 

5365 13 ABD33214 

2243 6 ABA94696 

1833 13 ABD33216 

3283 11 ADM02710 

3283 14 AEC85640 

3433 6 ABL60537 



Aad3 96 63 Human pho 

Adq8 9085 Human uro 
Abv72132 Nucleotid 
Aba 96 00 5 Human lip 
Abkl2 39 0 cDNA enco 
Adk70341 Respirato 
Abd33214 Murine ca 
Aba 94 69 6 Human lip. 
Abd3 3216 Human can 
Adm0 2710 Human cDN 
Aec8 56 4 0 Human cDN 
Abl60 53 7 Human 
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Database : A_Geneseq_8 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3 : geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2 005s : * 

10 : gene seqp2 0 06s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


6379 


100 


0 


1207 


5 


AAE24599 


Aae24599 


Human pho 


2 


6379 


100 


.0 


1207 


8 


ADQ89086 


Adq89086 


Human uro 


3 


6092. 5 


95 


.5 


1239 


5 


ABB08205 


Abb08205 


Human lip 


4 


5847. 5 


91 


7 


1152 


5 


ABB78295 


Abb78295 


Amino aci 


5 


5000 


78 


4 


1605 


8 


AB084827 


Abo84 82 7 


Murine ca 


6 


4941 


77 


5 


1619 


5 


AAU77498 


Aau77498 


Human lip 


7 


4941 


77 


5 


1619 


8 


ADK70467 


Adk70467 


Respirato 


8 


3225 


50 


6 


621 


5 


ABB07493 


Abb07493 


Human lip 


9 


3163 


49 


6 


1014 


5 


ABB08001 


Abb08 001 


Human lip 


10 


3161. 5 


49 


6 


968 


7 


ADM05153 


Adm05153 


Human pro 


11 


3161. 5 


49 


6 


968 


9 


AEC88083 


Aec88083 


Human cDN 


12 


2640 


41 


4 


916 


7 


ADE47776 


Ade47776 


Human NOV 


13 


2640 


41 


4 


916 


8 


ADJ79046 


Adj79 04 6 


Human NOV 


14 


2343 


36 


7 


787 


4 


ABG13669 


Abgl3669 


Novel hum 


15 


2343 


36 


7 


787 


5 


AAE14673 


Aael4673 


Human pho 


16 


2343 


36 


7 


787 


8 


ADL61315 


Adl61315 


Human pro 


17 


2343 


36 


7 


787 


8 


ADQ19653 


Adql9653 


Human sof 
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Database : Issued_Patents_AA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/iaa/5_COMB.pep: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/iaa/6_COMB.pep: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/iaa/7_COMB.pep: * 

4 : /EMC_Celerra_SIDS3/ptodata/2/iaa/H_COMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /EMC_Celerra_SIDS3 /ptodata/2 / iaa/RE_COMB .pep : * 

7 : /EMC_Celerra_SIDS3/ptodata/2/iaa/backf ilesl .pep: * 

Pfed. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length 


DB 


ID 










Description 


1 


6379 


100 


0 


1207 


2 


US 


-09 


-927 


-112 


-2 


Sequence 


2, Appli 


2 


1738 


27 


2 


325 


2 


US 


-09 


-927 


-112 


-10 


Sequence 


10, Appl 


3 


1578 


24 


. 7 


1154 


2 


US 


-09 


-688 


-078 


-7 


Sequence 


7 , Appl i 


4 


1563 . 5 


24 


5 


1001 


2 


US 


-09 


-688 


-078 


-2 


Sequence 


2, Appli 


5 


1526. 5 


23 


9 


1017 


2 


US 


-09 


-949 


-002 


-421 


Sequence 


4 21, App 


6 


1524.5 


23 


9 


997 


2 


US 


-09 


-961 


-403 


-15 


Sequence 


15, Appl 


7 


1524.5 


23 


.9 


997 


2 


US 


-09 


-949 


-002 


-388 


Sequence 


3 88, App 


8 


1517. 5 


23 


8 


916 


2 


US 


-09 


-688 


-078 


-9 


Sequence 


9, Appli 


9 


1441 


22 


6 


762 


2 


US 


-10 


-258 


-860 


-2 


Sequence 


2, Appli 


10 


1385. 5 


21 


7 


759 


2 


US 


-10 


-258 


-860 


-6 


Sequence 


6 , Appl i 


11 


1372. 5 


21 


5 


785 


2 


us 


-10 


-258 


-860 


-4 


Sequence 


4 , Appl i 


12 


1290.5 


20 


2 


777 


2 


us 


-10 


-104 


-047 


-2105 


Sequence 


2105, Ap 


13 


1281 


20 


.1 


744 


2 


us 


-09 


-738 


-884 


-4 


Sequence 
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Database : Published_Applicat ions_AA_Main : * 

1 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US07_PUBCOMB .pep : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_PUBCOMB .pep : * 

3 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US09_PUBCOMB .pep : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

5 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

6 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_PUBCOMB .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


6379 


100 


0 


1207 


3 


US 


-09 


-927 


-112 


-2 


Sequence 


2 , Appl i 


2 


6379 


100 


0 


1207 


4 


US 


-10 


-757 


-262 


-38 


Sequence 


38, Appl 


3 


6379 


100 


0 


1207 


5 


US 


-10 


-784 


-089 


-2 


Sequence 


2 , Appl i 


4 


6092 . 5 


95 


5 


1239 


4 


US 


-10 


-275 


-998 


-5 


Sequence 


5, Appli 


5 


5847. 5 


91 


7 


1152 


4 


US 


-10 


-467 


-248 


-6 


Sequence 


6, Appli 


6 


4981 


78 


1 


1601 


4 


US 


-10 


-322 


-281 


-225 


Sequence 


2 25, App 


7 


4941 


77 


5 


1619 


4 


US 


-10 


-362 


-628 


-6 


Sequence 


6, Appli 


8 


3225 


50 


6 


621 


4 


US 


-10 


-332 


-426 


-2 


Sequence 


2 , Appl i 


9 


3163 


49 


6 


1014 


4 


US 


-10 


-398 


-663 


-1 


Sequence 


1, Appli 


10 


3161. 5 


49 


6 


968 


4 


US 


-10 


-108 


-260A-3838 


Sequence 


3838, Ap 


11 


2640 


41 


4 


916 


4 


US 


-10 


-210 


-130 


-138 


Sequence 


138, App 


12 


2343 


36 


7 


787 


4 


US 


-10 


-648 


-593 


-239 


Sequence 


2 3 9, App 


13 


2343 


36 


7 


787 


5 


us 


-10 


-723 


-860 


-2472 


Sequence 


2472, Ap 


14 


2343 


36 


7 


787 


5 


us 


-10 


-756 


-149 


-5375 


Sequence 


5375, Ap 


15 


2343 


36 


7 


787 


5 


us 


-10 


-450 


-763 


-44028 


Sequence 


44028, A 


16 


2343 


36 


7 


787 


6 


us 


-11 


-072 


-175 


-239 


Sequence 


2 3 9, App 
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Database : Published_Applications_AA_New : * 

1 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpaa/US09_NEW_PUB .pep : * 

2 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US06_NEW_PUB .pep :* 

3 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpaa/US07_NEW_PUB .pep :* 

4 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/US08_NEW_PUB .pep :* 

5 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpaa/PCT_NEW_PUB. pep: * 

6 : /EMC_Celerra_SIDS3 /ptodata/2/pubpaa/US10_NEW_PUB .pep : * 

7 : /EMC_Celerra_SIDS3/ptodata/2/pubpaa/USll_NEW_PUB .pep :* 

8 : /EMC_Celerra_SIDS3 /ptodata/2 /pubpaa/US60_NEW_PUB .pep :* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No . 


Score 


Match 


Length 


DB 


ID 










Description 


1 


4981 


78 


1 


1601 


6 


US 


-10 


-539 


-228 


-225 


Sequence 


2 2 5, App 


2 


3161. 5 


49 


6 


968 


7 


US 


-11 


-293 


-697 


-3838 


Sequence 


3 838, Ap 


3 


1626. 5 


25 


5 


316 


6 


US 


-10 


-539 


-228 


-228 


Sequence 


2 28, App 


4 


997 


15 


6 


1291 


7 


US 


-11 


-346 


-759 


-78 


Sequence 


78, Appl 


5 


955. 5 


15 


0 


1163 


6 


us 


-10 


-539 


-228 


-802 


Sequence 


8 02, App 


6 


927 


14 


5 


1010 


6 


us 


-10 


-539 


-228 


-804 


Sequence 


8 04, App 


7 


900 


14 


1 


1234 


6 


us 


-10 


-505 


-928 


-654 


Sequence 


6 54, App 


8 


840.5 


13 


2 


1809 


6 


us 


-10 


-370 


-959 


-67 


Sequence 


67, Appl 


9 


773 


12 


1 


403 


7 


us 


-11 


-293 


-697 


-4438 


Sequence 


4438, Ap 


10 


740 


11 


6 


1057 


6 


us 


-10 


-539 


-228 


-799 


Sequence 


7 99, App 


11 


734 . 5 


11 


5 


648 


7 


us 


-11 


-277 


-204 


-24 


Sequence 


24, Appl 


12 


604 . 5 


9 


5 


553 


6 


us 


-10 


-953 


-349 


-15163 


Sequence 


15163, A 


13 


604 . 5 


9 


5 


578 


6 


us 


-10 


-953 


-349 


-15162 


Sequence 


15162, A 


14 


593 . 5 


9 


3 


598 


6 


us 


-10 


-449 


-902 


-48510 


Sequence 


48510, A 


15 


580. 5 


9 


1 


598 


6 


us 


-10 


-449 


-902 


-42757 


Sequence 


42757, A 


16 


580 


9 


1 


617 


6 


us 


-10 


-449 


-902 


-50297 


Sequence 
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Database 



PIR_80 : * 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


1524 .5 


23 


9 


997 


1 


154390 


phosphoinosi tide-s 


2 


1517 


23 


.8 


1096 


1 


S62358 


inositol 1,4,5-tri 


3 


1459 


22 


.9 


764 


1 


S14113 


1 -pho sphatidylinos 


4 


1358. 5 


21 


.3 


753 


2 


JC8057 


phospholipase C (E 


5 


1297 


20 


.3 


895 


2 


T32374 


hypothetical prote 


6 


1287 


20 


.2 


745 


1 


PC4183 


1-pho sphatidylinos 


7 


1285 


20 


.1 


756 


1 


A55943 


1-pho sphatidylinos 


8 


1258 


19 


.7 


756 


1 


B28821 


1 -pho spha t i dy 1 i no s 


9 


1244 


19 


5 


709 


2 


C28821 


1 -pho sphatidylinos 


10 


1009 


15 


8 


1291 


2 


S00666 


1 -phosphatidylinos 


11 


997. 5 


15 


6 


1290 


2 


A36466 


1 -phosphatidylinos 


12 


997 


15 


6 


1176 


1 


A4 804 7 


phospholipase C (E 


13 


986 


15 


5 


1236 


1 


A53970 


1 -phosphatidylinos 


14 


985 


15 


4 


1290 


2 


A31317 


1 -phosphatidylinos 


15 


968 . 5 


15 


2 


1265 


2 


A34163 


1 -phosphatidylinos 


16 


950. 5 


14 


9 


1252 


2 


S02004 


phospholipase C (E 


17 


94 7. 5 


14 


9 


1312 


1 


B40879 


phospholipase C (E 


18 


945 


14 


8 


1216 


2 


A28821 


. 1 -phosphatidylinos 


19 


943 


14 


8 


1305 


2 


A40879 


phospholipase 
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Database : UniProt_7 . 2 : * 

1 : uniprot_sprot : * 
2: uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


5893 


92 


. 4 


1129 


2 


Q86YU9_HUMAN 


Q8 6yu9 


homo sapien 


2 


5852 


91 


.7 


1182 


1 


PLCL4 _HUMAN 


075038 


homo sapien 


3 


5576 


87 


.4 


1058 


2 


Q5 TA8 7_HUMAN 


Q5ta87 


homo sapien 


4 


5149. 5 


80 


.7 


1164 


2 


Q4 QSC7_M0USE 


Q4qsc7 


mus musculu 


5 


5047 


79 


. 1 


1416 


2 


Q3 LUA 8_HUMAN 


Q31ua8 


homo sapien 


6 


4647 . 5 


72 


. 9 


1501 


2 


Q3LUA7_MOUSE 


Q31ua7 


mus musculu 


7 


4113 . 5 


64 


.5 


1238 


2 


Q8 6XJ2_HUMAN 


Q86xj 2 


homo sapien 


8 


3905. 5 


61 


.2 


1168 


2 


Q5TA8 6_HUMAN 


Q5ta86 


homo sapien 


9 


3450 


54 


.1 


656 


2 


Q8TEH 5_HUMAN 


Q8teh5 


homo sapien 


10 


3166.5 


49 


.6 


1682 


2 


Q4KWH5_MOUSE 


Q4kwh5 


mus musculu 


11 


3159. 5 


49 


.5 


1002 


2 


Q4 KWH 9_HUMAN 


Q4kwh9 


homo sapien 


12 


3159. 5 


49 


.5 


1693 


2 


Q4 KWH 8 _ HUMAN 


Q4kwh8 


homo sapien 


13 


3157 


49 


.5 


1003 


2 


Q4 KWH 7_MOUSE 


Q4kwh7 


mus musculu 


14 


3157 


49 


.5 


1073 


2 


Q4 KWH 6_MOUSE 


Q4kwh6 


mus 
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RESULT 1 
Q86YU9_HUMAN 

ID Q8 6YU9_HUMAN PRELIMINARY; PRT ; 112 9 AA . 

AC Q8 6YU9; 

DT 01-JUN-200 3, integrated into UniProtKB/TrEMBL . 

DT 01-JUN-200 3, sequence version 1. 

DT 07-FEB-2006, entry version 17. 

DE FLJ00414 protein (Fragment) . 

GN Name=FLJ00414; 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chorda ta ; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Euarchontoglires; Primates; Catarrhini; Hominidae; 

OC Homo . 

OX NCBI_TaxID=9606; 

RN [1] 

RP NUCLEOTIDE SEQUENCE. 

RC TISSUE=Spleen; 

RA Jikuya H., Takano J., Nomura N. f Kikuno R., Nagase T. , Ohara O. ; 

RL Submitted (FEB-200 3) to the EMBL/GenBank/DDB J databases. 

CC -!- CATALYTIC ACTIVITY: 1 -phosphatidyl- lD-myo -inositol 4,5- 

CC bisphosphate + H(2)0 = lD-myo-inositol 1 , 4 , 5 - tri sphosphate + 

CC diacylglycerol . 

CC -!- SIMILARITY: Contains 1 C2 domain. 

CC 

CC Copyrighted by the UniProt Consortium, see http://www.uniprot.org/terms 

CC Distributed under the Creative Commons Attribut ion-NoDerivs License 

cc 

DR EMBL; AK122589; BAC56930.1; -; mRNA . 

DR HSSP; PI 06 88; ID JX . 

DR Ensembl; ENSG0000014 9527 ; Homo sapiens. 

DR GO; GO:0005509; F:calcium ion binding; IEA. 

DR GO; GO:0016787; F:hydrolase activity; IEA. 

DR GO; GO: 0004435; F : phosphoinosi tide phospholipase C activity; IEA. 

DR GO; GO: 0004871; F: signal transducer activity; IEA. 

DR GO; GO: 0007242; P : intracel lular signaling cascade; IEA. 

DR GO; GO:0016042; P: lipid catabolism; IEA. 

DR InterPro; IPR000008; C2. 

DR InterPro; IPR011992; EF-Hand_type . 

DR InterPro; IPR0 02 04 8; EF_hand_Ca_bd . 

DR InterPro; IPR001849; PH. 

DR InterPro; IPR011993; PH_type. 

DR InterPro; IPR001192; PI_PLC. 

DR InterPro; IPR0 00 90 9; PI_PLC_X. 

DR InterPro; IPR001711; PI_PLC_Y. 

DR Pfam; PF00168; C2 ; 1. 

DR Pfam; PF00036; efhand; 3. 

DR Pfam; PF00388; PI-PLC-X; 1. 

DR Pfam; PF00387; PI-PLC-Y; 1. 

DR PRINTS; PR00360; C2DOMAIN. 

DR PRINTS; PR00390; PHPHLIPASEC . 

DR ProDom; PD000012; EF-hand; 1. 

DR ProDom; PD0012 02; PI_PLC_Y; 2. 

DR SMART; SM00239; C2 ; 1. 

DR SMART; SM00054; EFh; 2. 

DR SMART; SM0 014 8; PLCXc; 1. 

DR SMART; SM0 014 9; PLCYC; 1. 

DR PROSITE; PS50004; C2_DOMAIN; 1. 

DR PROSITE; PS00018 ; EF_HAND_1; UNKNOWN_l. 

DR PROSITE; PS5 02 22; EF_HAND_2 ; 2. 

DR PROSITE; PS50003 ; PH_DOMAIN; 1. 

DR PROSITE; PS50007 ; PI PLC__X_DOMAIN ; 1. 
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DR 


PROSITE; 


rDJ UUuO , xr J. tr J-i v.. I Lf\J 1'LrV J. IN , J. . 




KW 


Calcium; 


T-I "\ rr\ y/~\ "1 .a c e> • T.i iri H HoirraHa h i nn • Tyan c^iipoy* 
nyuiuid be , Lij.pi u uc^iauaLiuii, i l aiiouu^ci . 




FT 


N0N_TER 


1 1 




SQ 


SEQUENCE 


1129 AA; 123498 MW ; CBC2 38 44 61 6C54 02 CRC64 ; 




Query Match 


92.4%; Score 58 93; DB 2; Length 112 9; 




Best Local 


Similarity 99.7%; Pred . No. 6.6e-276; 




Matches 1118; Conservative 1; Mismatches 2; Indels 0; Gaps 


0 


Qy 


87 


ISIDSIQEVSEGRQSEVFQRY PDGSFDPNCCF SI YHGSHRESLDLVSTSSEVARTWVTGL 


14 6 






: 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

M 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 II II II 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 




Db 


9 


VSIDSIQEVSEGRQSEVFQRYPDGSFDPNCCFSI YHGSHRESLDLVSTSSEVARTWVTGL 


68 


Qy 


147 


RYLMAGISDEDSLARRQRTRDQWLKQTFDEADKNGDGSLSIGEVLQLLHKLNVNLPRQRV 


20 6 






1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 II 11 1 1 1 1 1 II 1 II 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 t 1 




Db 


69 


RYLMAGISDEDSLARRQRTRDQWLKQTFDEADKNGDGSLSIGEVLQLLHKLNVNLPRQRV 


128 


Qy 


207 


KQMFREADTDDHQGTLGFEEFCAFYKMMSTRRDLYLLMLTYSNHKDHLDAAS LQRFLQVE 


26 6 






II 1 1 1 II 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
I M M M 1 1 M 1 M 1 1 1 II II M 1 II 1 II 1 II 1 II 1 II II 1 II 1 1 II II 1 II 1 1 II II II 




Db 


129 


KQM FREADTDDHQGTLGFEEFCAFYKMMSTRRDLYLLM LTYSNHKDHLDAAS LQRFLQVE 


188 


Qy 


267 


QKMAGVTLESCQD 1 1 EQFE PC PENKS KGLLGI DGFTNYTRSPAGDI FNPEHHHVHQDMTQ 


O D 






1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II I 1 1 1 1 1 1 1 II 

1 1 II 1 I 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 




Db 


189 


QKMAGVTLESCQD 1 1 EQFE PC PENKS KGLLGI DGFTNYTRSPAGDI FNPEHHHVHQDMTQ 


248 


Qy 


327 


PLSHYFITSSHNTYLVGDQLMSQSRVDM YAWVLQAG CRCVEVDCWDGPDGEPIVHHGYTL 


^ ft 

J o o 






1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 II 1 II 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 1 




Db 


249 


PLSHYFITSSHNTYLVGDQLMSQSRVDMYAWVLQAGCRCVEVDCWDGPDGEPIVHHGYTL 


308 


Qy 


387 


TSKILFKDVIETINKYAFIKNEYPVILSIENHCSVIQQKKMAQYLTDILGDKLDLSSVSS 


*± *i D 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 M 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 




Db 


309 


TSKILFKDVIETINKYAFIKNEYPVILSIENHCSVIQQKKMAQYLTDILGDKLDLSSVSS 


368 


Qy 


447 


EDATT LP SPQMLKGK I L VKGKKLP AN I S EDAE EGEVSD ED SADE IDDD CKLLNGDASTNR 


^ 0 

D V D 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

1 1 1 1 1 II 1 l 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


369 


EDATT LP SPQMLKGK IL VKGKKLP AN IS ED AEEGEVSDED SADEIDDDCKLLNGDASTNR 


428 


Qy 


507 


KRVENTAKRKLDSLIKESKIRDCEDPNNFSVSTLSPSGKLGRKSKAEEDVESGEDAGASR 


D O O 






II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 II 1 II 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 




Db 


429 


KRVENTAKRKLDSLI KESKIRDCEDPNNFSVSTLSPSGKLGRKSKAEEDVESGEDAGASR 


488 


Qy 


567 


RNGRLWGSFSRRKKKGSKLKKAASVEEGDEGQDSPGGQSRGATRQKKTMKLSRALSDLV 


OZD 






1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 
1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 II II 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 




Db 


489 


RNGRLWGSFSRRKKKGSKLKKAASVEEGDEGQDSPGGQSRGATRQKKTM KLSRALSDLV 


548 


Qy 


627 


KYTKSVATHDIEMEAASSWQVSSFSETKAHQILQQKPAQYLRFNQQQLSRIYPSSYRVDS 


c q a 






III II II MM II II II lllllll MM II II 1! II II II II II MM II II II MM II 




Db 


549 


KYTKSVATHDIEMEAASSWQVSSFSETKAHQILQQKPAQYLRFNQQQLSRIYPSSYRVDS 


608 


Qy 


687 


SNYNPQPFWNAGCQMVALNYQSEGRMLQLNRAKFSANGGCGYVLKPGCMCQGVFNPNSED 


74 

/ID 






1 II MM II II M II M M II III II II M II II M II II II II M II M II II II II 1 




Db 


609 


SNYNPQPFWNAGCQMVALNYQSEGRMLQLNRAKFSANGGCGYVLKPGCMCQGVFNPNSED 


668 


Qy 


747 


PLPGQLKKQLVLRII SGQQLPKPRDSMLGDRGEI IDPFVEVEIIGLPVDCSREQTRWDD 


ft n £ 
o u o 






1 II II II M II II M II II Mill II II M II II II II II II M II II M II M II II II 




Db 


669 


PLPGQLKKQLVLRII SGQQLPKPRDSMLGDRGEI IDPFVEVEIIGLPVDCSREQTRWDD 


728 


Qy 


807 


NGFNPTWEETLVFMVHMPEIALVRFLVWDHDPIGRDFIGQRTLAFSSMMPGYRHVYLEGM 


866 






1 II II II MM II MM II II III II II II II M M II II II MM M II II II M II II 




Db 


729 


NGFNPTWEETLVFMVHM PEIALVR FLVWDHDPIGRDFIGQRTLAFSSMMPGYRHVYLEGM 


788 
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Qy 


867 


EEASIFVHVAVSDISGKVKQALGLKGLFLRGPKPGSLDSHAAGRPPARPSVSQRILRRTA 


926 






llllllllllllllllllll Ml II II II II II II II II MM II II II II II II II II 




Db 


789 


E EA S I FVHVAV SD I S GK VKQVLGL KG LF LRGP KPGS LD SH AAGR PP AR PS VS QR I L RRTA 


848 


Qy 


927 


SAPTKSQKPGRRGFPELVLGTRDTGSKGVADDWPPGPGPAPEAPAQEGPGSGSPRGKAP 


986 






1 II MM II II II MM II M Ml M M II II M II II II II M II II MM M M II II 




Db 


849 


SAPTKSQKPGRRGFPELVLGTRDTGSKGVADDWPPGPGPAPEAPAQEGPGSGSPRGKAP 


908 


Qy 


987 


AAV AE KS PVRVRP PR VLDG PG PAG MAAT CM KCWGS CAGVNTGG LQ RE RP PS PG PA SR QA 


1046 






1 1 1 1 1 1 1 1 1 1 1 1 1 IMM MM 1 II II II II II II II II II II II II II II II M II 




Db 


909 


AAVAEKS PVRVRP LR VLDG PGPAGMAATCMKCWGSCAGVNTGGLQRERPPSPGPASRQA 


968 


Qy 


1047 


AIRQQ PRARADSLGAPCCGLDPHAIPGRSREAPKGPGAWRQG PGGSGSMSSDSSSPDSPG 


1106 






1 II II II II II II II II II II III II MM II M II II II M II M II II II II II II II 




Db 


969 


AIRQQPRAR ADSLGA PC CGLDPHAIPGRSREAPKGPGAWRQG PGGSGSMSSDSSSPDSPG 


1028 


Qy 


1107 


I PERSPRWPEGACRQPGALQGEMSALFAQKLEEIRSKS PMFSAGKPLLPCWLPHAPGMA 


1166 






I 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 M 1 1 1 M 1 II II II II II M M 1 M M 1 M 1 1 1 1 1 1 1 M 

II 1 1 1 M 1 1 1 1 1 1 1 1 II 1 M 1 1 II 1 1 1 1 II 1 1 M 1 I 1 1 1 1 1 1 1 1 M 1 1 1 II 1 1 1 1 II 1 1 1 




Db 


1029 


I PERSPRWPEGACRQPGALQGEMSALFAQKLEEIRSKS PMFSAGKPLLPCWLPHAPGMA 


1088 


Qy 


1167 


G PG S P AAAS AWT V S P RV L V L VAL Y P WHC LR GT LL P W LA CG P 12 07 








1 II II II II II II II II II II III II II II II M II II II 




Db 


1089 


GPGSPAAASAWTVSPRVLVLVALY PWHCLRGTLLPWLACGP 1129 





http://es/ScoreAccessWeb/GetItem.action?AppId=10784089&seqId=603226&ItemName=us... 9/19/06 



SCORE Search Results Details for Application 10784089 and Search Result us- 10-784-0... Page 1 of 3 



RESULT 3 
Q5TA8 7_HUMAN 



ID 


Q5TA87_HUMAN PRELIMINARY; PRT ; 105 8 AA . 




AC 


Q5TA87; 




DT 


21-DEC-2004, integrated into UniProtKB/TrEMBL . 




DT 


21-DEC-2004, sequence version 1. 




DT 


07-FEB-2006, entry version 9. 




DE 


Novel protein. 




GN 


Name=RP3 -3 95M2 0. 1; ORFNames=RP3 -3 95M2 0 . 1-001 ; 




OS 


Homo sapiens (Human) . 




OC 


Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 


OC 


Mammalia; Eutheria; Euarchontogli res ; Primates; Catarrhini; 


Hominidae; 


OC 


Homo . 




OX 


NCBI TaxID=9606; 




RN 


[1] 




RP 


NUCLEOTIDE SEQUENCE. 




RA 


Moore M. ; 




RL 


Submitted (MAY-200 5) to the EMBL/GenBank/DDB J databases. 




CC 










CC 


Copyrighted by the UniProt Consortium, see http://www.uniprot.org/terms 


CC 


Distributed under the Creative Commons Attribut ion-NoDerivs 


License 


CC 










DR 


EMBL; AL13 9246; CAI2 04 07.1; -; Genomic_DNA. 




DR 


Ensembl; ENSG0 00 00 14 9527 ; Homo sapiens. 




DR 


GO; GO: 0 00 55 09; F: calcium ion binding; IEA. 




DR 


GO; GO: 0 00 44 35; F : phosphoinosi tide phosphol ipase C activity; 


IEA. 


DR 


GO; GO: 0007242; P : intracel lular signaling cascade; IEA. 




DR 


GO; GO:0006629; P : lipid metabolism; IEA. 




DR 


InterPro; IPR000008; C2. 




DR 


InterPro; IPR011992; EF-Hand_type . 




DR 


Inte rPro ; IPRO 02 04 8 ; EF_hand_Ca_bd . 




DR 


InterPro; IPR001192; PI_PLC. 




DR 


InterPro; IPRO 00 90 9; PI_PLC_X. 




DR 


InterPro; IPR001711; PI_PLC_Y. 




DR 


Pfam; PF00168; C2 ; 1. 




DR 


Pfam; PF00036; efhand; 3. 




DR 


Pfam; PF00388; PI-PLC-X; 1. 




DR 


Pfam; PF00387; PI-PLC-Y; 1. 




DR 


PRINTS; PR00360; C2DOMAIN. 




DR 


PRINTS; PR0039 0; PHPHLIPASEC . 




DR 


ProDom; PD000012; EF-hand; 1. 




DR 


ProDom; PD 00 12 02; PI_PLC_Y ; 2. 




DR 


SMART; SM0 02 39; C2 ; 1. 




DR 


SMART; SM0 00 54; EFh; 2. 




DR 


SMART; SM0 014 8; PLCXC; 1. 




DR 


SMART; SM0 014 9; PLCYc; 1. 




DR 


PROSITE; PS50004; C2_DOMAIN; 1. 




DR 


PROSITE; PS0 0018; EF_HAND_1; UNKNOWN_l . 




DR 


PROSITE; PS5 02 22; EF_HAND_2; 2. 




DR 


PROSITE; PS50007; PI PLC_X_DOMAIN ; 1. 




DR 


PROSITE; PS5 00 08; PI PLC_Y_DOMAIN; 1. 




SQ 


SEQUENCE 1058 AA ; 115520 MW ; D923 C4 34 9BE6BD17 CRC64 ; 





Query Match 87.4%; Score 5576; DB 2; Length 1058; 

Best Local Similarity 100.0%; Pred. No. 1.2e-260; 

Matches 1058; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 150 MAG I S DEDS LARRQRTRDQ WL KQT FDEADKNGDG SL S I GE VLQLLHKLNVNL PRQR VKQM 20 9 

I II II II II II II MM II II Mill II II II II II II II MM MM II MM II II II 

Db 1 M AG I S DE DS LARRQRTRDQ WL KQT FDEADKNGDGSLS I GE VLQLLHKLNVNL PRQR VKQM 60 
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Ov 
vy 


210 


FREADTDDHQGTLGFEEFCAFYKMMSTRRDLYLLMLTYSNHKDHLDAASLQRFLQVEQKM 


269 




llllllllllllllllllllllllllllllllllilllllllllllllllllllllllll 




Db 


61 


FREADTDDHQGTLGFEEFCAFYKMMSTRRDLYLLMLTYSNHKDHLDAASLQRFLQVEQKM 


120 


Ov 
vy 


270 


AGVTLESCQDI IEQFEPCPENKSKGLLGIDGFTNYTRSPAGDIFNPEHHHVHQDMTQPLS 


32 9 






lllllllllllllllll II II III II MM II MM MINI II II llllllllllll II 




Db 


121 


AGVTLESCQDI IEQFEPCPENKSKGLLGIDGFTNYTRSPAGDIFNPEHHHVHQDMTQPLS 


180 


Ov 

vy 


3 30 


HYFITSSHNTYLVGDQLMSQSRVDMYAWVLQAGCRCVEVDCWDG PDGEPI VHHGYTLTSK 


389 




1 Mil II MM II II II II II III II M II II II II II II II II II II II II II MM II 




Db 


181 


HYFITSSHNTYLVGDQLMSQSRVDMYAWVLQAGCRCVEVDCWDG PDGEPI VHHGYTLTSK 


240 


Ov 
vy 


3 90 


I LFKDVIETINKYAFIKNEYPVILSI ENHCSVIQQKKMAQYLTDILGDKLDLSSVSSEDA 


44 9 




1 M M M M M M M M M M Ml M II M M M M M M M II II M M M M II M M 




Db 


241 


ILFKDVIETINKYAFIKNEYPVILSIENHCSVIQQKKMAQYLTDILGD KLDLSSVSSEDA 


300 


Ov 


450 


TTLPS PQMLKGKI LVKGKKLPANI SEDAEEGEVSDEDSADEI DDDCKLLNGDASTNRKRV 


509 




1 II II II II II II II II M II Ml M II II II II II II II II II II II II II II II II II 




Db 


301 


TTLPS PQMLKGKI LVKGKKLPANI SEDAEEGEVSDEDSADEIDDDCKLLNGDASTNRKRV 


360 


Ov 
vy 


510 


ENTAKRKLDSLIKESKIRDCEDPNNFSVSTLSPSGKLGRKSKAEEDVESGEDAGASRRNG 

XJ XI X iU\ X\ XV 1 II ✓ k-J XJ JL XX XJ kJ i\ .X, XVXV V»*XJ X-/ X 1< 11 X kJ V kJ X JJU XT kJ WlvJJv Avl\ kj IV^IU Ui> V XJ LJV 1 II / fl\J**fcJ IV1\AH W 


56 9 




Ml II II MM II II II II II III II II II II MM II II II MM II II II M II II M 




Db 


361 


ENTAKRKLDSL IKES KI RDCEDPNNF SVSTLS PSGKLGRKSKAEED VE SGED AGASRRNG 


420 


Ov 
vy 


5 70 


RLVVGSFSRRKKKGSKLKKAASVEEGDEGQDSPGGQSRGATRQKKTMKLSRALSDLVKYT 


62 9 






II MM II II II MM MM II II IIMIIMMIII MMM MM II II II llllll 




Db 


421 


RLVVGSFSRRKKKGSKLKKAASVEEGDEGQDSPGGQSRGATRQKKTMKLSRALSDLVKYT 


480 


Ov 
vy 


630 


KSVATHDIEMEAASSWQVSSFSETKAHQILQQKPAQYLRFNQQQLSRIYPSSYRVDSSNY 


68 9 






II II II II II II II II II II III II M II M II II II MM II M II M M II M MM 




Db 


481 


KSVATHDIEMEAASSWQVSSFSETKAHQILQQKPAQYLRFNQQQLSRI YPSS YRVDSSNY 


54 0 


Ov 


6 90 


NPQPFWNAGCQMVALNYQSEGRMLQLNRAKFSANGGCGYVLKPGCMCQGVFNPNSEDPLP 


74 9 






1 II II II M II II M II M II III II II M II M M II II II II II II II II M II II II 




Db 


541 


NPQPFWNAGCQMVALNYQSEGRMLQLNRAKFSANGGCGYVLKPGCM CQGVFN PNSEDPLP 


600 


Ov 
vy 


7 50 


GOLKKOLVLRIISGOOLPKPRDSMLGDRGEIIDPFVEVEI IGLPVDCSREOTRVVDDNGF 

\J V^/ J_J IXIVy JJ V XJ IV _1_ J_ U vJV^/ ^/XJ £T i\ JT i\I/iJl 1 XJVj L/iv\jU J_ J- XJ JT X V XJ V XJ _L _L \J JJ 1 V XJ \_- kJ> 1 V XJ \^ X XV V V XV i^li Ul 


80 9 






1 II M II II II II II II II II III M M II II II II II II II II II II II II II II II II 




Db 


601 


GQLKKQLVLRI ISGQQLPKPRDSMLGDRGEIIDPFVEVEI IGLPVDCSREQTRVVDDNGF 


660 


Ov 
vy 


810 


NPTWEETLVFMVHMPEIALVRFLVWDHDPIGRDFIGQRTLAFSSMMPGYRHVYLEGMEEA 


86 9 






1 II II II II II II II II II II III II II II MM II II II II II II II II II II II II II 




Db 


661 


NPTWEETLVFMVHMPEIALVRFLVWDHDPIGRDFIGQRTLAFSSMMPGYRHVYLEGMEEA 


720 


Ov 
vy 


8 70 


SIFVHVAVSDI SGKVKOALGLKGLFLRGPKPGSLDSHAAGRPPARPSVSORILRRTASAP 

kJ J» X V XI V ** V kJ X*/ J» iJ W XV V ivy / *U VJ XJ ivWXJ X XJ IVVJ i XV J. \J 1 liiiiVJ XV JT t ni\X kJ V kJ V^f XV JL XJ1\ IV X 4*kJ 


92 9 






1 MM II II II II II II II II Ml II II M II MM II II II II MM II II II MM II 




Db 


721 


SIFVHVAVSDI SGKVKQALGLKGLFLRGPKPGSLDSHAAGRPPARPSVSQRILRRTASAP 


780 


Ov 
vy 


9 30 


TKSQKPGRRGFPELVLGTRDTGSKGVADDVVP PGPGPAPEAPAQEG PGSGSPRGKAPAAV 


98 9 






II 1 MMM i II II II II II M II II II II M II II Mill 




Db 


781 


TKSQKPGRRGFPELVLGTRDTGSKGVADDVVP PGPGPAPEAPAQEG PGSGSPRGKAPAAV 


84 0 


Ov 
vy 


9 90 


AEKSPVRVRPPRVLDGPGPAGMAATCMKCVVGSCAGVNTGGLQRERPPSPGPASRQAAIR 


1049 






III II II II II II M M MM III II II M II MINI M M M II II II II MM II II 




Db 


841 


AEKSPVRVRPPRVLDGPGPAGMAATCMKCVVGSCAGVNTGGLQRERPPSPGPASRQAAIR 


900 


Qy 


1050 


QQPRARADSLGAPCCGLDPHAIPGRSREAPKGPGAWRQGPGGSGSMSSDSSSPDSPGIPE 


1109 






1 II M II II II II II M II II Mill II II II II II MM II II II II II II II M II II 




Db 


901 


QQPRARADSLGAPCCGLDPHAIPGRSREAPKGPGAWRQGPGGSGSMSSDSSSPDSPGIPE 


960 


Qy 


1110 


RSPRWPEGACRQPGALQGEMSALFAQKLEEIRSKSPMFSAGKPLLPCVVL PHAPGMAG PG 


1169 
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1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 


Db 


961 


RSPRWPEGACRQPGALQGEMSALFAQKLEEIRSKSPMFSAGKPLLPCVVLPHAPGMAGPG 10 20 


Qy 


1170 


S PAAASAWTVS PR VLVLVALY PWH CLRGTLLP WLACGP 120 7 




1 II Mil II II II II II II II Mill II II II II II II 


Db 


1021 


S PAAASAWTVS PR VLVLVALY PWH CLRGTLLP WLACGP 105 8 
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